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A.1.2 Fitted hierarchical model
We describe the statistical models fitted to study data from all meta-analyses in the data set. Within each meta-analysis with outcome j corresponding to pair-wise comparison k, a random-effects model with normal within-study likelihoods was fitted to continuous outcome data kji y from each study i, on the standardized mean difference (SMD) scale:
.  is the corresponding between-study heterogeneity variance.
Across meta-analyses, a hierarchical regression model was fitted to log( We used WinBUGS to obtain a sample from the posterior distribution of log ( 2 new  ) after convergence. To approximate the predictive distribution for heterogeneity, we used the R function fitdistr in the library MASS to fit a t distribution with 5 degrees of freedom to this sample of values for log ( 2 new  ). This process provided parametric distributions approximating the predictive distributions, and these distributions were easily summarized and reported for use as priors in new meta-analyses.
A.1.3 WinBUGS code to fit a simple hierarchical model
The following code fits a simple Bayesian hierarchical model to full study-level data, estimating variation in heterogeneity without adjustment for meta-analysis characteristics as covariates. 
A.3 Predictive distributions for heterogeneity in future meta-analyses
We summarize a set of predictive t-distributions for log 2 ()  in future meta-analyses, across settings defined by type of outcome and type of intervention comparison, together with summary statistics for 2  on the untransformed scale, in meta-analyses related to respiratory diseases ( A set of predictive inverse-gamma distributions for 2  in future meta-analyses, across settings defined by outcome type and type of intervention comparison, are summarized in Tables A .3.3, A.3.4 and A.3.5 
